Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.011 Å; R factor = 0.040; wR factor = 0.104; data-to-parameter ratio = 19.9.
. The cation is essentially planar (r.m.s. deviation = 0.0067 Å ). In the crystal, each Br À anion links two cations via N-HÁ Á ÁBrÁ Á ÁH-N hydrogen-bonding interactions.
Related literature
For background to this study, see: Kochel (2006) . For comparison bond lengths and angles, see: Gardberg et al. (2002) ; Ahmadi et al. (2008) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). The title salt is depicted in Fig (Gardberg et al., 2002) . The molecular dimensions of the cation are as expected (Ahmadi et al., 2008) .
The cations are arranged as zigzag stacks parallel to the c-axis (Fig. 2) . Moreover, alternating Br -and IBr 2 -anions form stacks that separate the cations. Each bromide anion is hydrogen bonded via N1-H1A···Br2 with two cations along the b-axis (Table 1 ). There are no significant Br···Br or aryl···aryl interactions in the crystal structure; the shortest Br···Br separation is just greater than 5.0 Å and the shortest distance between the ring centroids is over 4.8 Å.
A solution of CdI 2 (0.37 g, 1 mmol) dissolved in 95% EtOH (10 ml) and 2 ml 60% HBr solution was added to a mixture of 2,6-dimethylpyridine (0.11 g, 1 mmol) dissolved in 95% EtOH (10 ml), 60% HBr (2 ml) and molecular bromine (2 ml). The resulting mixture was refluxed for 2 hr. On cooling few reddish crystals of the title complex were found mixed in the bulk of the precipitate formed which proved to be mainly 2,6-dimethylpyridinium bromide.
Refinement
All H atoms were positioned geometrically and refined using a riding model, with N-H = 0.86 Å and C-H = 0.93 and 0.96 Å, for aryl and methyl H-atoms, respectively. The U iso (H) were allowed at 1.5U eq (C methyl) or 1.2U eq (N/C nonmethyl).
Computing details
Data collection: CrysAlis PRO (Agilent, 2011 ); cell refinement: CrysAlis PRO (Agilent, 2011) ; data reduction: CrysAlis PRO (Agilent, 2011); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL (Sheldrick, 2008 Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of
) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

